. These statistics refer to data involving bioin-EMBL databank. We describe a large-scale exformatic quality control, which removes chicken rRNAs, pressed-sequence-tag (EST) project aimed at gene mitochondrial DNA, cloning vectors, and bacterial condiscovery in chickens (http://www.chick.umist.ac.uk).
the contigs are likely to include an unknown number of quence for the entire nonredundant clone set. This dataset will be the most extensive coverage of the chicken avian-specific or rapidly evolving genes.
Comparison of the EST dataset with other databases transcriptome to date and will provide an invaluable tool for exon definition when the chicken genome sequence confirms the extensive nature of this resource. For example, the EST resource has matches for 72% of the is determined. The second-phase cDNA data will be made available through our web site (http://www.chick. known full-length chicken cDNAs, and the resource also matches 84% of Gallus gallus ESTs in EMBL (BLASTN umist.ac.uk), which currently allows users to conduct BLAST and keyword searches and to download the hits better than E ϭ 10 
